Tables S1 to S2
. Primers used in real-time PCR. (Table S1 ). Based on genomic DNA concentrations in the stock solution and on the genome size the number of genome equivalent copies was calculated and plotted against the cycle threshold for each species-specific qPCR assay (see Table S2 for details Variations in total extracted DNA between the four biological replicates and between sampling time points are reflected in fold-change increase of total community normalized to the internal DNA standard, suggesting that extraction efficiency is comparable among replicates and sampling time points.
